The OriV site of Haemophilus ducreyi mobilizing plasmid pHD147, determined by replication in Escherichia coli poUA, is located close to the OriT site. The OriT site, located by recombinant plasmid mobilization in recombination-proficient and -deficient cells, and the OriV site map in a region of pHD147 homologous to the beta-lactamase-specifying plasmids of H. ducreyi and Neisseria gonorrhoeae.
A mobilizing plasmid described by Deneer et al. (5) mediates intraspecific and intergeneric transfer of Haemophilus ducreyi plasmids. It also mediates transfer of Neisseria gonorrhoeae ampicillin resistance plasmids and shares homology with these and the ampicillin resistance plasmids of H. ducreyi (11) . Because this mobilizing plasmid may mediate transfer of antimicrobial resistance plasmids to clinically significant microorganisms, we characterized the structural organization of this plasmid with regard to transfer and maintenance functions. Plasmids and bacterial strains are described in Table 1 .
Plasmid pHD147 was mapped by restriction endonuclease digest (Fig. 1) , and a molecular size estimate of 21.7 megadaltons (MDa) was obtained. This plasmid was previously reported to be 23.5 MDa in size (5). Since pHD147 is maintained by Escherichia coli DNA polymerase I-deficient strain W3110 polA, but pAT153 is not (9) , only those pAT153-pHD147 recombinant plasmids containing the origin of replication (OriV) site of pHD147 are maintained in this mutant. Recombinant Fig. 1 and 2 ). Results are summarized in Table 2 .
Plasmids pATBl, pATB5, and pATC5 are mobilized by pHD147. Triparental matings were carried out as previously described (5 fragments into the ClaI and BamHI restriction sites, respectively, of pAT153. Recombinant plasmids that were isolated (6) from this organism were used to transform (3) E. coli W3110 polA. Recombinant plasmids pATBl, pATB5, and pATC5 ( Fig. 2A) pATB1 and pATB5 were altered in size, whereas pATC5 was unchanged after mobilization from recombinationproficient E. coli C600. When mobilized from recombination-deficient E. coli HB101, only pATC5 was transferred. Results are summarized in Table 2 .
An OriT site is required for in trans mobilization (8) . Plasmid pAT153 lacks an OriT site (12) . Mobilization characteristics demonstrated by plasmids pATB1 and pATB5 are indicative of in cis mobilization. Conversely, pATC5 is mobilized in trans. Therefore, the 5.9-MDa ClaI restriction (Table 2) , which indicated that the OriT site had been deleted. Therefore, the OriT site of plasmid pHD147 is located within the 1. 1-MDa ClaI-XhoII restriction fragment ( Fig. 1 and 2 ). The presence of homology between pHD147 and the ampicillin resistance plasmids of H. ducreyi and N. gonorrhoeae has been demonstrated (11); however, the location of the homologous region within pHD147 is not known. Since homology between the mobilizing and resistance plasmids is correlated with mobilization frequency (11) , the location of the homology was determined. Nick-translated DNA of plasmids p22209 and p88557 was used as a probe for homology. Plasmid p22209 is structurally identical to pHD747, with the exception of a complete ampicillin transppson within the latter (2). The same relationship exists between plasmids p88557 and pJB1 (2) . The ampicillin transposon is not present within pHD147 (11) . Both probes hybridized with the same restriction fragments (Fig. 3) HaeII-XhoII restriction fragment (Fig. 1) . Results of similar experiments with other combinations of restriction enzymes were consistent with this conclusion. Sequences of pHD147, which are homologous to the ampicillin resistance plasmids of H. ducreyi and N. gonorrhoeae, are situated within the region of the plasmid harboring the OriV and OriT sites.
